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<400> 1 

tgaggagtcc 

ccagagtcag 

gggggaaaga 

tctgtgttgg 

aagaacccca 

acattgttca 

cgcttctact 

gactggacac 

tggtgcctca 

ctctgcccac 

tggagcaagt 

ttggcagaga 

caggactgta 

gcctgcatgt 

gcctcagggg 

agtgatggga 

acaaaggtca 

accatcaagg 

aaagcacgga 

ccagacaagt 

gagagcaagc 

gcccagagtg 



tgctcaagac 
tgactctgtg 
tggtggggac 
ggagacagac 
gcatctttgc 
acatcgacta 
atggggaccg 
ctgcgggcag 
acagggagca 
caggatccct 
gctcagctgc 
tggtgtcgct 
cagcctgtga 
gccaggactt 
ctgctatcta 
gattccgaat 
agtttgcccc 
cagagtttgt 
gagctgggca 
atttttggta 
tggtgctgag 
atgctggggc 



acggtcactg 
aagcacccac 
caaggcctgg 
gatgctcacc 
caagcctgcc 
cccaggcggg 
tgtatgtgcc 
cactggccag 
gcggcctggc 
gcgccgagac 
ctgtggtcag 
gtgcagtgag 
cctgacctgc 
catgcttcat 
cctcctgacc 
ccctggcttg 
cattgtactc 
gagggcagag 
gagcgtgtct 
tcataatgac 
gaaactgcag 
tgtgaagtcc 



gatctgagaa 
atctacctct 
gtgttctcct 
cagtcagtaa 
gacaccctgg 
aagggcgact 
cgtcccctgc 
gtggtccatg 
cagaactgct 
acagagcgca 
actggggtcc 
gccagcgaag 
ccaatgggcc 
ggggctgtct 
aagacgccga 
tgccctgatg 
acaatgccca 
actccataca 
ctgtgctgta 
acattgctgg 
cagcaccagg 
aaggttgccc 



acttcccagg 
tgccacgttc 
tcctggtcct 
gaagagtcca 
agagccctgg 
atgagcggct 
ggctagaggc 
gtagtccccg 
ctaattacac 
tctggagccc 
agactcgcac 
agggtcagca 
aggtgaatgc 
cccttcccgg 
agctgctgac 
gcaaaagcat 
agactagcct 
tggtgatgaa 
aggccacagg 
atccttccct 
ctggggagta 
agctgattgt 



ggaccgcatt 
ccacgggctt 
ggaagtcaca 
gcctgggaag 
tgagtggaca 
ggacgccatt 
tcggaccact 
tgagggtttc 
cgtacgcttc 
atggtctccc 
acgcatttgc 
ctgcatgggc 
tgactgtgat 
aggtgcccca 
ccagacagac 
cctgaagatc 
gaaggcagcc 
ccctgagaca 
gaagcccagg 
ctacaagcat 
cttttgcaag 
cacagcatct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 



1 



gatgagactc cttgcaaccc agttcctgag agctatctta tccggctgcc ccatgattgc 1380 
tttcagaatg ccaccaactc cttctactat gacgtgggac gctgccctgt taagacttgt 1440 
gcagggcagc aggataatgg gatcaggtgc cgtgatgctg tgcagaactg ctgtggcatc 1500 
tccaagacag aggaaaggga gatccagtgc agtggctaca cgctacccac caaggtggcc 1560 
aaggagtgca gctgccagcg gtgtacggaa actcggagca tcgtgcgggg ccgtgtcagt 1620 
gctgctgaca atggggagcc catgcgcttt ggccatgtgt acatggggaa cagccgtgta 1680 
agcatgactg gctacaaggg cactttcacc ctccatgtcc cccaggacac tgagaggctg 1740 
gtgctcacat ttgtggacag gctgcagaag tttgtcaaca ccaccaaagt gctacctttc 1800 
aacaagaagg ggagtgccgt gttccatgaa atcaagatgc ttcgtcggaa agagcccatc 1860 
actttggaag ccatggagac caacatcatc cccctggggg aagtggttgg tgaagacccc 1920 
atggctgaac tggagattcc atccaggagt ttctacaggc agaatgggga gccctacata 1980 
ggaaaagtga aggccagtgt gaccttcctg gatccccgga atatttccac agccacagct 2040 
gcccagactg acctgaactt catcaatgac gaaggagaca ctttccccct tcggacgtat 2100 
ggcatgttct ctgtggactt cagagatgag gtcacctcag agccacttaa tgctggcaaa 2160 
gtgaaggtcc accttgactc gacccaggtc aagatgccag agcacatatc cacagtgaaa 2220 
ctctggtcac tcaatccaga cacagggctg tgggaggagg aaggtgattt caaatttgaa 2280 
aatcaaagga ggaacaaaag agaagacaga accttcctgg tgggcaacct ggagattcgt 2340 
gagaggaggc tctttaacct ggatgttcct gaaagcaggc ggtgctttgt taaggtgagg 2400 
gcctaccgga gtgagaggtt cttgcctagt gagcagatcc agggggttgt gatctccgtg 24 60 
attaacctgg agcctagaac tggcttcttg tccaacccta gggcctgggg ccgctttgac 2520 
agtgtcatca caggccccaa cggggcctgt gtgcctgcct tctgtgatga ccagtcccct 2580 
gatgcctact ctgcctatgt cttggcaagc ctggctgggg aggaactgca agcagtggag 2640 
tcttctccta aattcaaccc aaatgcaatt ggcgtccctc agccctatct caacaagctc 2700 
aactaccgtc ggacggacca tgaggatcca cgggttaaaa agacagcttt ccagattagc 27 60 
atggccaagc caaggcccaa ctcagctgag gagagcaatg ggcccatcta tgcctttgag 2820 
aacctccggg catgtgaaga ggcaccaccc agtgcagccc acttccggtt ctaccagatt 2880 
gagggggatc gatatgacta caacacagtc cccttcaacg aagatgaccc tatgagctgg 2940 
actgaagact atctggcatg gtggccaaag ccgatggaat tcagggcctg ctatatcaag 3000 
gtgaagattg tggggccact ggaagtgaat gtgcgatccc gcaacatggg gggcactcat 3060 
cggcggacag tggggaagct gtatggaatc cgagatgtga ggagcactcg ggacagggac 3120 
cagcccaatg tctcagctgc ctgtctggag ttcaagtgca gtgggatgct ctatgatcag 3180 
gaccgtgtgg accgcaccct ggtgaaggtc atcccccagg gcagctgccg tcgagccagt 3240 
gtgaacccca tgctgcatga gtacctggtc aaccacttgc cacttgcagt caacaacgac 3300 
accagtgagt acaccatgct ggcacccttg gacccactgg gccacaacta tggcatctac 3360 
actgtcactg accaggaccc tcgcacggcc aaggagatcg cgctcggccg gtgctttgat 3420 
ggcacatccg atggctcctc cagaatcatg aagagcaatg tgggagtagc cctcaccttc 3480 
aactgtgtag agaggcaagt aggccgccag agtgccttcc agtacctcca aagcacccca 3540 
gcccagtccc ctgctgcagg cactgtccaa ggaagagtgc cctcgaggag gcagcagcga 3600 
gcgagcaggg gtggccagcg ccagagtgga gtggtggcct ctctgagatt tcctagagtt 3660 
gctcaacagc ccctgatcaa ctaagttttg tggtacttca ccctcttctg ccctcatttc 3720 
atgtgacagc cattgtgaga ctgatgcaca aactgtcact tggttaattt aagcacttct 3780 
gttttcgtga atttgcttgt ttgtttcttc atgcctttac ttactttgtc ccatgctact 3840 
gattggcacg tggcccccac aatggcacaa taaagcccct ttgtgaaact gttctttaaa 3900 
tgaaacacaa gaaattggcc actggtaaaa ctctgcagct tcaactgtac ttcatttaat 3960 
gccattaatg caaatatact tcctcttctt tttgcatggt tttgcccacc tctgcaatag 4020 
tgataatctg atgctgaaga tcaaataacc aatataaagc atatttcttg gccttgctcc 4080 
acaggacata ggcaagcctt gatcatagtt catacatata aatggtggtg aaataaagaa 4140 
ataaaacaca atacttttac tggaaaaaaa aaaaa 4175 



<210> 2 
<211> 1184 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Val Gly Thr Lys Ala Trp Val Phe Ser Phe Leu Val Leu Glu Val 
15 10 15 

Thr Ser Val Leu Gly Arg Gin Thr Met Leu Thr Gin Ser Val Arg Arg 
20 25 30 

Val Gin Pro Gly Lys Lys Asn Pro Ser lie Phe Ala Lys Pro Ala Asp 
35 40 45 

Thr Leu Glu Ser Pro Gly Glu Trp Thr Thr Leu Phe Asn lie Asp Tyr 
50 55 v 60 

Pro Gly Gly Lys Gly Asp Tyr Glu Arg Leu Asp Ala lie Arg Phe Tyr 
65 70 75 80 

Tyr Gly Asp Arg Val Cys Ala Arg Pro Leu Arg Leu Glu Ala Arg Thr 
85 90 95 

Thr Asp Trp Thr Pro Ala Gly Ser Thr Gly Gin Val Val His Gly Ser 
100 105 110 

Pro Arg Glu Gly Phe Trp Cys Leu Asn Arg Glu Gin Arg Pro Gly Gin 
115 120 125 

Asn Cys Ser Asn Tyr Thr Val Arg Phe Leu Cys Pro Pro Gly Ser Leu 
130 135 140 

Arg Arg Asp Thr Glu Arg lie Trp Ser Pro Trp Ser Pro Trp Ser Lys 
145 150 155 160 

Cys Ser Ala Ala Cys Gly Gin Thr Gly Val Gin Thr Arg Thr Arg lie 
165 170 175 

Cys Leu Ala Glu Met Val Ser Leu Cys Ser Glu Ala Ser Glu Glu Gly 
180 185 190 

Gin His Cys Met Gly Gin Asp Cys Thr Ala Cys Asp Leu Thr Cys Pro 
195 200 205 

Met Gly Gin Val Asn Ala Asp Cys Asp Ala Cys Met Cys Gin Asp Phe 



3 



210 



215 



220 



Met Leu His Gly Ala Val Ser Leu Pro Gly Gly Ala Pro Ala Ser Gly 
225 230 235 240 

Ala Ala lie Tyr Leu Leu Thr Lys Thr Pro Lys Leu Leu Thr Gin Thr 
245 250 255 

Asp Ser Asp Gly Arg Phe Arg He Pro Gly Leu Cys Pro Asp Gly Lys 
260 265 270 

Ser He Leu Lys He Thr Lys Val Lys Phe Ala Pro He Val Leu Thr 
275 280 285 

Met Pro Lys Thr Ser Leu Lys Ala Ala Thr He Lys Ala Glu Phe Val 
290 295 300 

Arg Ala Glu Thr Pro Tyr Met Val Met Asn Pro Glu Thr Lys Ala Arg 
305 310 315 320 

Arg Ala Gly Gin Ser Val Ser Leu Cys Cys Lys Ala Thr Gly Lys Pro 
325 330 335 

Arg Pro Asp Lys Tyr Phe Trp Tyr His Asn Asp Thr Leu Leu Asp Pro 
340 345 350 

Ser Leu Tyr Lys His Glu Ser Lys Leu Val Leu Arg Lys Leu Gin Gin 
355 360 365 

His Gin Ala Gly Glu Tyr Phe Cys Lys Ala Gin Ser Asp Ala Gly Ala 
370 375 380 

Val Lys Ser Lys Val Ala Gin Leu He Val Thr Ala Ser Asp Glu Thr 
385 390 395 400 

Pro Cys Asn Pro Val Pro Glu Ser Tyr Leu He Arg Leu Pro His Asp 
405 410 415 

Cys Phe Gin Asn Ala Thr Asn Ser Phe Tyr Tyr Asp Val Gly Arg Cys 
420 425 430 

Pro Val Lys Thr Cys Ala Gly Gin Gin Asp Asn Gly He Arg Cys Arg 
435 440 ' 445 

Asp Ala Val Gin Asn Cys Cys Gly He Ser Lys Thr Glu Glu Arg Glu 
450 455 460 



He Gin Cys Ser Gly Tyr Thr Leu Pro Thr Lys Val Ala Lys Glu Cys 



4 



4 65 



470 



475 



480 



Ser Cys Gin Arg Cys Thr Glu Thr Arg Ser lie Val Arg Gly Arg Val 
485 490 495 

Ser Ala Ala Asp Asn Gly Glu Pro Met Arg Phe Gly His Val Tyr Met 
500 505 510 

Gly Asn Ser Arg Val Ser Met Thr Gly Tyr Lys Gly Thr Phe Thr Leu 
515 520 525 

His Val Pro Gin Asp Thr Glu Arg Leu Val Leu Thr Phe Val Asp Arg 
530 535 540 

Leu Gin Lys Phe Val Asn Thr Thr Lys Val Leu Pro Phe Asn Lys Lys 
545 550 555 560 

Gly Ser Ala Val Phe His Glu lie Lys Met Leu Arg Arg Lys Glu Pro 
565 570 575 

lie Thr Leu Glu Ala Met Glu Thr Asn He He Pro Leu Gly Glu Val 
580 585 590 

Val Gly Glu Asp Pro Met Ala Glu Leu Glu He Pro Ser Arg Ser Phe 
595 600 605 

Tyr Arg Gin Asn Gly Glu Pro Tyr He Gly Lys Val Lys Ala Ser Val 
610 615 620 

Thr Phe Leu Asp Pro Arg Asn He Ser Thr Ala Thr Ala Ala Gin Thr 
625 630 635 640 

Asp Leu Asn Phe He Asn Asp Glu Gly Asp Thr Phe Pro Leu Arg Thr 
645 650 655 

Tyr Gly Met Phe Ser Val Asp Phe Arg Asp Glu Val Thr Ser Glu Pro 
660 665 670 

Leu Asn Ala Gly Lys Val Lys Val His Leu Asp Ser Thr Gin Val Lys 
675 680 685 

Met Pro Glu His He Ser Thr Val Lys Leu Trp Ser Leu Asn Pro Asp 
690 695 700 

Thr Gly Leu Trp Glu Glu Glu Gly Asp Phe Lys Phe Glu Asn Gin Arg 
705 710 715 720 



Arg Asn Lys Arg Glu Asp Arg Thr Phe Leu Val Gly Asn Leu Glu He 



5 



725 



730 



735 



Arg Glu Arg Arg Leu Phe Asn Leu Asp Val Pro Glu Ser Arg Arg Cys 
740 745 750 

Phe Val Lys Val Arg Ala Tyr Arg Ser Glu Arg Phe Leu Pro Ser Glu 
755 760 765 

Gin He Gin Gly Val Val He Ser Val He Asn Leu Glu Pro Arg Thr 
770 775 780' 

Gly Phe Leu Ser Asn Pro Arg Ala Trp Gly Arg Phe Asp Ser Val He 
785 790 795 800 

Thr Gly Pro Asn Gly Ala Cys Val Pro Ala Phe Cys Asp Asp Gin Ser 
805 810 815 

Pro Asp Ala Tyr Ser Ala Tyr Val Leu Ala Ser Leu Ala Gly Glu Glu 
820 825 830 

Leu Gin Ala Val Glu Ser Ser Pro Lys Phe Asn Pro Asn Ala He Gly 
835 840 845 

Val Pro Gin Pro Tyr Leu Asn Lys Leu Asn Tyr Arg Arg Thr Asp His 
850 855 860 

Glu Asp Pro Arg Val Lys Lys Thr Ala Phe Gin He Ser Met Ala Lys 
865 870^ 875 880 

Pro Arg Pro Asn Ser Ala Glu Glu Ser Asn Gly Pro He Tyr Ala Phe 
885 890 895 

Glu Asn Leu Arg Ala Cys Glu Glu Ala Pro Pro Ser Ala Ala His Phe 
900 905 910 

Arg Phe Tyr Gin He Glu Gly Asp Arg Tyr Asp Tyr Asn Thr Val Pro 
915 920 925 

Phe Asn Glu Asp Asp Pro Met Ser Trp Thr Glu Asp Tyr Leu Ala Trp 
930 935 940 

Trp Pro Lys Pro Met Glu Phe Arg Ala Cys Tyr He Lys Val Lys He 
945 950 955 960 

Val Gly Pro Leu Glu Val Asn Val Arg Ser Arg Asn Met Gly Gly Thr 
965 970 975 



His Arg Arg Thr Val Gly Lys Leu Tyr Gly He Arg Asp Val Arg Ser 



6 



980 985 990 

Thr Arg Asp Arg Asp Gin Pro Asn Val Ser Ala Ala Cys Leu Glu Phe 
995 1000 1005 

Lys Cys Ser Gly Met Leu Tyr Asp Gin Asp Arg Val Asp Arg Thr Leu 
1010 1015 1020 

Val Lys Val lie Pro Gin Gly Ser Cys Arg Arg Ala Ser Val Asn Pro 
1025 1030 1035 1040 

Met Leu His Glu Tyr Leu Val Asn His Leu Pro Leu Ala Val Asn Asn 
1045 1050 1055 

Asp Thr Ser Glu Tyr Thr Met Leu Ala Pro Leu Asp Pro Leu Gly His 
1060 1065 1070 

Asn Tyr Gly lie Tyr Thr Val Thr Asp Gin Asp Pro Arg Thr Ala Lys 
1075 1080 1085 

Glu lie Ala Leu Gly Arg Cys Phe Asp Gly Thr Ser Asp Gly Ser Ser 
1090 1095 1100 

Arg lie Met Lys Ser Asn Val Gly Val Ala Leu Thr Phe Asn Cys Val 
1105 1110 1115 1120 

Glu Arg Gin Val Gly Arg Gin Ser Ala Phe Gin Tyr Leu Gin Ser Thr 
1125 1130 1135 

Pro Ala Gin Ser Pro Ala Ala Gly Thr Val Gin Gly Arg Val Pro Ser 
1140 1145 1150 

Arg Arg Gin Gin Arg Ala Ser Arg Gly Gly Gin Arg Gin Ser Gly Val 
1155 1160 1165 

Val Ala Ser Leu Arg Phe Pro Arg Val Ala Gin Gin Pro Leu lie Asn 
1170 1175 1180 



<210> 3 
<211> 18 
<212> PRT 

<213> Homo sapiens 
<400> 3 



7 



Glu Asp Arg Thr Phe Leu Val Gly Asn Leu Glu lie Arg Glu Arg Arg 
15 10 15 



Leu Phe 



<210> 4 
<211> 19 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (18) 

<223> X AT POSITION 18 INDICATES UNIDENTIFIED RESIDUE 
<400> 4 

Ala Glu Phe Val Asp Ala Glu Thr Pro Tyr Met Val Met Asn Pro Glu 
15 10 15 

Thr Xaa Lys 



<210> 5 
<211> 10 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Phe Ala Pro lie Val Leu Asp Met Pro Lys 
15 10 



<210> 6 
<211> 7 
<212> PRT 

<213> Homo sapiens 
<400> 6 

Asn Pro Ser lie Phe Ala Lys 
1 5 



<210> 7 
<211> 16 
<212> PRT 

8 



. • t 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (6) 

<223> X AT POSITION 6 INDICATES UNIDENTIFIED RESIDUE 
<400> 7 

Tyr Phe Trp Tyr His Xaa Thr Thr Leu Leu Asp Pro Ser Leu Tyr Lys 
15 10 15 



<210> 8 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<400> 8 

Gly Thr Phe Thr Leu His Val Pro Gin Asp Thr Glu Arg Leu Val Leu 
15 10 15 

Thr Phe Val Asp Arg Leu Gin Lys 
20 



<210> 9 
<211> 13 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (11) 

<223> X AT POSITION 11 INDICATES UNIDENTIFIED RESIDUE 
<400> 9 

Pro Ala Asp Thr Leu Glu Ser Pro Met Glu Xaa Thr Thr 
15 10 



<210> 10 
<211> 21 
<212> PRT 

<213> Homo sapiens 
<400> 10 

Glu Pro lie Thr Leu Glu Ala Met Glu Thr Asn lie lie Pro Leu Gly 
15 10 15 



9 



# 



t 



Glu Val Val Gly His 
20 



<210> 11 
<211> 16 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> UNSURE 
<222> (15) 

<223> X AT POSITION 15 INDICATES UNIDENTIFIED RESIDUE 
<400> 11 

Leu Trp Ser Leu Asn Pro Asp Thr Gly Leu Glu Glu Glu Gly Xaa Phe 
15 10 15 



<210> 12 
<211> 5 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Leu Val Leu Arg Lys 
1 5 



<210> 13 
<211> 9 
<212> PRT 

<213> Homo sapiens 
<400> 13 

Ala Thr Gly Lys Pro Arg Pro Asp Lys 
1 5 



<210> 14 
<211> 17 
<212> PRT 

<213> Homo sapiens 
<400> 14 

Val His Leu Asp Ser Thr Gin Val Lys Met Pro His He Ser Thr Val 
15 10 15 



10 



Lys 



<210> 15 
<211> 7 
<212> PRT 

<213> Homo sapiens 
<400> 15 

Leu His Val Pro Gin Asp Thr 
1 5 



<210> 16 
<211> 6" 
<212> PRT 

<213> Homo sapiens 
<400> 16 

Glu Ala Met Glu Thr Asn 
1 5 



<210> 17 
<211> 7 
<212> PRT 

<213> Homo sapiens 
<400> 17 

Pro Tyr Met Val Met Asn Pro 
1 5 



<210> 18 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> modif ied_base 
<222> (19) 

<223> i - n AT POSITION 19 IS INOSINE 
<400> 18 

gtacaatggg ggcaaactng acctt 



11 




<210> 19 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<400> 19 

tcatgaagag caatgtggga gtagc 25 

<210> 20 

<211> 7 

<212> DNA 

<213> Homo- sapiens 

<220> 

<221> variation 
<222> (2) . . (3) 

<223> n AT POSITIONS 2 AND 3 INDICATE ANY NUCLEOTIDE 
<220> 

<221> modif ied__base 
<222> (5) 

<223> n AT POSITION 5 IS URACIL 



<210> 21 
<211> 5 
<212> PRT 

<213> Homo sapiens 
<400> 21 

Trp Ser Pro Trp Ser 
1 5 



<210> 22 

<211> 19 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Glu Asp Arg Thr Phe Leu Val Gly Asn Leu Glu lie Arg Glu Arg Arg 
15 10 15 



<400> 



20 



rnnangg 



7 



12 



Leu Phe Cys 



